In many cases, genes for commonly used genetic markers in model organisms have not been identified; therefore, it is of interest to identify the causative genes. Whole-genome sequencing was used to identify potential causative mutations for a col-4 allele of Neurospora crassa.
the beginning of a stretch of sequence from the Mauriceville background, which demarcates the location within which col-4 must be found. Additionally, single candidate mutations within the open reading frames of the his-2 and mtr genes were identified, i.e., a G-to-C transversion causing Ala to Pro (A32P) and a C-to-G transversion causing Tyr290 to the TAG stop codon, respectively.
Data availability. The original sequencing data have been deposited in GenBank with BioProject accession number PRJNA548559.
